. Both strands of miR-150-5p and miR-150-3p were incorporated into the RISC. (A) Schematic diagram for isolation of the Ago2-miRNA complex from the RISC. (B-D) Expression levels of miR-150-5p or miR-150-3p bound to Ago2 were measured by TaqMan RT-qPCR and normalized to the expression of miR-26a (B), miR-16-5p (C) and miR-21-5p (D), which had no effect upon miR-150-5p and miR-150-3p. * p < 0.01. Figure S3 . The strategy for identification of genes regulated by miR-150-5p and miR-150-3p. We obtained putative genes regulated by miR-150-5p and miR-150-3p using the TargetScanHuman Release 7.2 database and selected upregulated genes in non-small cell lung cancer clinical expression profiles from the GEO database (GSE19188). Then, we combined the gene expression analyses using A549 cells transfected with miR-150-5p or miR-150-3p and inspected the downregulated genes (GSE93290). Figure S4 . TNS4 was directly suppressed at the diluted concentration of miR-150-3p precursor (1 nM and 0.1 nM). (A,B) TNS4 mRNA and protein expression was reduced by miR-150-3p ectopic expression (48h after transfection). GUSB was used as an expression control. GAPDH was used as a loading control. * p < 0.01. Figure S6 . The strategy for identification of TNS4-modulated genes. We combined the gene expression analyses using A549 cells transfected with si-TNS4 and GEO database (GSE19188). Finally, a total of 88 genes were identified as TNS4-modulated genes. 
